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o identify the role of haemoglobin (Hb), pack cell volume (PCV)
nd pulse pressure (PP) in predicting ﬂuid leakage in patients
ith dengue who consume adequate amounts of ﬂuids
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Faculty of Medicine University of Kelaniya, Ragama, Sri Lanka
Colombo North Teaching Hospital, Ragama, Sri Lanka
Background: Early detection of ﬂuid leakage is important in
dentifying patients who are likely to develop shock syndrome in
engue. As patients with dengue are advised to consume adequate
mountsofﬂuids suchbehavioursmayalter the clinical andhaema-
ological parameters predicting ﬂuid leakage.
Methods: In 102 conﬁrmed dengue patients admitted to Profes-
orialMedicalUnit, ColomboNorthTeachingHospital Ragama from
eptember 2011,quantity and quality of ﬂuids consumed, Hb, PCV,
P and their percentage rise or decline were documented and com-
ared between thosewhodeveloped anddid not developmoderate
hird space ﬂuid accumulation (3rdSFA) [either pleural effusions,
scites or both detected by ultrasonography].
Results: In 102 patients (52 males) with mean (SD) age 28.3
11.8) years, 3rd SFAwas detected in 7/102 (6.8%) on admission and
4/95 (37%) after admission. Comparedwith thosewhohad 3rdSFA
nd did not have 3rdSFA at admission; average consumption of
ater 1044cc/day vs 1091cc/day (p=0.8) and solutes 1050cc/day vs
05cc/day (P=0.26); the mean(SD) Hb 14.7 (2.0) g/dl vs 13.6 (1.8)
/dl (p=0.1); PCV 43.8 (6.5) vs 41.2 (5) (p=0.19); mean pulse pres-
ure 32.8mmHg vs 33.8 (p=0.76). In those who developed 3rdSFA
nd did not develop 3rdSFA after admission, average consumption
f water 620cc/day vs 491cc/day (p=0.14); solutes 1461cc/day vs
481cc/day (p=0.83); thehighestmean (SD)Hb14.66g/dl (1.82)g/dl
s 14.28 (1.6)g/dl (p=0.3) and highest mean(SD) PCV 44.16 (5.19)
s 43.4 (4.5) (p=0.46); the mean (SD) pulse pressure 29.9mmHg
s 28.4 (p=0.29); The maximum percentage rise in Hb 8% vs 4.6%
p=0.02); PCV 8.6% vs 4.5% (p=0.006); mean pulse pressure drop
.9% vs 5.9% (p=0.84).
Conclusion: In the presence of ﬂuid consumption the quality or
uantity of ﬂuids consumed did not seems to have played a role in
rdSFA. A single value of Hb, PCV or pulse pressure was not help-
ul in predicting early ﬂuid leakage. While percentage reduction
n pulse pressure was not helpful, percentage rise in Hb and PCV
emained predictive of early ﬂuid leakage in dengue.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.240nfectious Diseases 16S (2012) e2–e157
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Background: Human metapneumovirus (HMPV) was discov-
ered in 2001 and has rapidly emerged as an important respiratory
pathogen. Serological studies indicate that most children are
infected with HMPV by 5 years of age. Despite the near universal
HMPV exposure in childhood, new infection can occur throughout
life due to incomplete protective immunity and exposure to new
genotypes. Two major subtypes, A and B, which are further divided
into subgroups A1, A2a, A2b, B1 and B2, have been reported. There
are limited data onHMPV prevalence and no information about the
circulating HMPV strains in Bangladesh.
Methods: Nasopharyngeal wash (NPW) from children <5 years
were obtained froma community based febrile surveillance project
in an urban population in Kamalapur, Dhaka during April 2004-
Dec 2007. HMPV was detected by real-time RT-PCR. We performed
genotyping of a subset of HMPV positive specimens by partial
sequencing of the F gene and sequence comparison with avail-
able genetic data in GenBank. Phylogenetic analysis was conducted
using the neighbor joining method.
Results: FromApril 2004 toDecember 2007, of 2362NPWspeci-
mens collected frompatients presentingwith inﬂuenza-like illness
(ILI), 249 (11%) tested positive for HMPV. HMPV was detected in
16.9%, 1.3% and 17.4% in 2005, 2006 and 2007 respectively. The F
genes of 37 HMPV were successfully typed, revealing that HMPV
genotypes A2b (49%), B1 (41%), and B2 (10%) were circulating
among the study population. In 2005, 75% of HMPV isolates were
genotype A2b, but a switch to predominantly genotype B1 (64%)
occurred in 2007. Phylogenetic analysis revealed that most of the
HMPV Bangladeshi strains shared close genetic relationship with
contemporaneously circulating strains in China, Japan, Taiwan and
United Kingdom.
Conclusion: HMPV constituted a considerable proportion of
ILI in our pediatric population. The clinical signiﬁcance of the
co-circulation of multiple genotypes of HMPV remains to be inves-
tigated.
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